Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.005 Å; R factor = 0.032; wR factor = 0.068; data-to-parameter ratio = 9.9.
Related literature
For related structures of benzotriazole derivatives, see: Jebas et al. (2012) ; Guo et al. (2012) ; Selvarathy et al. (2012) ; Xu & Shen (2012) . For applications of the title compound, see: Hunter et al. (2006) and references cited therein. For the biological activity of benzotriazole derivatives, see: Gaikwad et al. (2012) ; Dubey et al. (2011) . (Hunter et al., 2006) . Meanwhile, benzotriazole derivates derivates exhibit numerous essential bioactivitities, especially in antimicrobial (Gaikwad, et al., 2012) and antibubercular activities (Dubey et al. 2011) . Most recently, several crystal structures of title compound derivates have been reported Guo et al., 2012; Selvarathy et al., 2012; Xu & Shen 2012) , but crystal data of 1-chloro-1H-benzo[d][1,2,3]triazole has not been investigated. Herein, we report the synthesis and crystal structure of the title compound.
Experimental
The molecular structure of 1-chloro-1H-benzo[d][1,2,3]triazole is shown in Fig. 1 . The bond lengths and angles are within normal ranges. In the crystal, the short contact of 2.818 (3) Å between N and Cl atoms of adjacent molecules occurs.
To a stirring solution of benzotriazole (10 g) in 50 ml of 50% acetic acid aqueous solution was added sodium hypochlorite solution (30 ml) at room temperature dropwise. After dropping, the solution was diluted with water (100 ml) to precipitate the product. The mixture was filtered, washed with water to afford 1-chloro-1H-benzo[d][1,2,3]triazole (8.5 g)as white solid. The single crystals of 1-chloro-1H-benzo[d][1,2,3]triazole were recrystallized from acetone at room temperature.
Refinement
H atoms were included in idealized positions and refined using a riding-model approximation, with C-H = 0.93 Å and U iso (H) = 1.2U eq (C).
Computing details
Data collection: CrysAlis PRO (Agilent, 2010); cell refinement: CrysAlis PRO (Agilent, 2010); data reduction: CrysAlis PRO (Agilent, 2010); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: OLEX2 (Dolomanov et al., 2009) ; software used to prepare material for publication: publCIF (Westrip, 2010) . Plane-to-plane stacking of alternate molecules parallel to the α axis. where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max = 0.001 Δρ max = 0.15 e Å −3 Δρ min = −0.16 e Å −3 Absolute structure: Flack (1983) , 275 Friedel pairs Flack parameter: 0.00 (8)
1-Chloro-1H-1,2,3-benzotriazole

Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (4) 
